Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.007 Å; R factor = 0.044; wR factor = 0.133; data-to-parameter ratio = 16.0.
The Ag I atom in the title centrosymmetric dinuclear compound, [Ag 2 (C 11 I atoms to form the dinuclear compound. In the crystal, adjacent dinuclear molecules are linked to the lattice water molecules, generating an O-HÁ Á ÁO-and N-HÁ Á ÁO-connected three-dimensional network. In the crystal, the hydroxy H atom is disordered over two positions in a 1:1 ratio; one half-occupancy H atom is connected to one hydroxy group, whereas the other half-occupancy H atom is connected to another hydroxy group.
Related literature
For the structure of 2-{[(pyrimidin-2-yl)amino]methyl}phenol, see: Xu et al. (2011) .
Experimental

Crystal data
[Ag 2 (C 11 Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: RAPID-AUTO (Rigaku, 1998 ); cell refinement: RAPID-AUTO; data reduction: CrystalClear (Rigaku/MSC, 2002); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010 (Xu et al., 2011) . The reaction with silver nitrate yields dinuclear [Ag (C 11 H 10 
. 2H 2 O (Scheme I, Fig. 1 ). The asymmetric unit has one Ag atom; however, the hydroxy H-atom is disordered over two positions in a 1:1 ratio. One half-occupancy H-atom is connected to O1 whereas the other half-occupancy atom is connected to O2. The Ag I atom shows T-shaped coordination. Adjacent molecules are linked to the lattice water molecules to generate a O-H···O and N-H···O connected three-dimensional network (Table 1) .
Experimental
An acetonitrile solution (10 ml) of silver nitrate (1 mmol) was added to a methanol solution (5 ml) of 2-[(pyrimidin-2-yl)aminomethyl]phenol (1 mmol) and potassium hydroxide (0.5 mmol). The solution was filtered and then side aside, away from light, for the growth of crystals. Colorless crystals were obtained after several days.
Refinement
Hydrogen atoms were placed in calculated positions (C-H 0.93-0.97 Å) and were included in the refinement in the riding model approximation, with U(H) set to 1.2U(C). The amino and hydroxy/water H atoms were located in a difference
Fouier map, and were refined with distance restraints of N-H 0.88±0.01, O-H 0.84±0.01 and H···H 1.37±0.01 Å. Their temperature factors were refined.
The hydroxy H-atom is disordered over two positions in a 1:1 ratio; one half-occupancy H-atom is connected to O1
whereas the other half-occupancy atom is connected to O2.
The final difference Fouier map had a peak at 0.83 Å from Ag1 and a hole at 0.84 Å from this atom.
Computing details
Data collection: RAPID-AUTO (Rigaku, 1998 ); cell refinement: RAPID-AUTO (Rigaku, 1998) ; data reduction:
CrystalClear (Rigaku/MSC, 2002); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010 
